
SEQUENCE LISTING 



<I10> " KAYANO, Tohru - - 
TANIGUCHI, Mutsuko 
YAMAUCHI, Hiroshi 
KURIMOTO, Masashi 



<120> Antibody specific to interleukirr 18 precursor 
<130> KAYANO=l, . 



<150> JP. 324, 860/99 
<151> 1999-11-16 

<160> 13 



<210> 1- 
<211> 36 
<212> PRT 

<213> Homo sapiens / 
<400> 1 

Met Ala Ala Glu/ Pro Val Glu Asp Asn Cys lie Asn Phe Val Ala Met 
1 - / 5 10 15 



Lys Phe lie /Asp Asn Thr Le.u.Tyr Phe lie Ala Glu Asp Asp Glu Asn 
.20 25 30 






Leu Glu §^r Asp 
35 

<210> 2 
<211>/35 

<212y PRT * 
<213*> Mus Musculs , . - 

<400> 2 

Met Ala Ala Met Ser Glu Asp Ser Cys Val Asn Phe Lys Glu Met Met 
'l ' - 5 10 15 

he lie Asp Asn Thr Leu Tyr Phe lie Pro Glu Glu~ Asn Gly Asp Leu 
20 25 30 

Glu Ser Asp 
35 

<210> 3 \ 
<211> 157 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> UNSURE 
<222> (73) 

<223> Xaa is lie or Thr 



<400> 3 



Tyr Phe Gly Lys Leu Glu Ser Lys Leu Ser Val lie- Arg Asn Leu/Asn 
1 5 10 

Asp Gin Val Leu- Phe lie Asp Gin , Gly- Asn Arg Pro Leu . Phe/ Glu Asp 
20 25 Yo 

Met Thr Asp Ser Asp Cys Arg Asp Asn Ala Pro Arg Thaf lie Phe lie 
35 40 Ab 

lie Ser Met Tyr Lys Asp Ser Gin Pro Arg Gly Me't Ala Val Thr lie 
50 55 / 60 

Ser Val Lys Cys Glu Lys lie Ser Xaa Leu Ser Cys Glu Asn Lys lie 
65 70 / 75 80 

lie Ser Phe Lys Glu Met Asn Pro Pro ^sp Asn lie Lys Asp Thr Lys 
85 /90 95 

Ser Asp lie lie Phe Phe Gin Arg Sy^r Val Pro Gly His Asp Asn Lys 
100 /05 110 

Met Gin Phe Glu Ser Ser Ser Tyr Glu Gly Tyr Phe Leu Ala Cys' Glu 
115 /120 . 125 

Lys Glu Arg Asp Leu Phe Lys Leu lie Leu Lys Lys Glu Asp Glu Leu 
130 1/35 140 

Gly Asp Arg Ser lie Me/ Phe Thr Val Gin Asn Glu Asp 
145 VS0 155 

<210> 4 
<211> 193 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PROPEP/ 
<222> (-36)/. . (-rl) 

<220> 

<221> CHAIN 
<222> (/)... (157) 

<220>/ 
<221> UNSURE 
<22?> (73) 

<223> Xaa is lie or Thr 
L00> 4 

4et Ala Ala Glu Pro Val Glu Asp Asn Cys lie Asn'phe Val Ala Met 
-35 -30 -25 



Lys Phe lie Asp Asn Thr Leu Tyr Phe lie Ala Glu Asp Asp Glu Asn 
-20 -15. -10 -5 



Leu Glu Ser Asp Tyr Phe Gly Lys Leu Glu Ser Lys .Leu Ser Val lie 

15 10 



Arg Asn Leu Asn Asp Gin Val Leu Phe lie Asp Gin Gly Asn Arc/ Pro 
15 .20 25 / 



""Leu Phe Glu Asp Met Thr Asp - Ser -Asp Cys Arg Asp .Asn .Ala/ Pro Arg 
30 35 4 0 

Thr lie Phe lie lie Ser Met Tyr Lys Asp Ser Gin Prrf Arg Gly Met 
45 50 55 / 60 

Ala Val Thr lie Ser Val Lys Cys Glu Lys lie Sef Xaa Leu Ser Cys 
65 70 '*/ 75 

Glu Asn Lys lie lie Ser Phe Lys Glu Met Asn Pro Pro Asp Asn lie 
80 85 / * 90 

Lys Asp Thr Lys Ser Asp lie lie Phe Phe Gin Arg Ser Val Pro Gly 
95 100 / 105 

His Asp Asn Lys Met Gin Phe Glu Ser/ Ser Ser Tyr Glu Gly Tyr Phe 
110 . . 115 / . 120 

Leu Ala Cys Glu Lys Glu Arg Asp /Leu Phe Lys Leu lie Leu Lys Lys 
125 130 / 135 140 

Glu Asp Glu Leu Gly Asp Arg Sfer lie Met Phe Thr Val Gin Asn Glu 
145 / 150 155 

Asp 

<210> 5 
<211> 157 
<212> PRT 

<213> Mus musculus 
<220> 

<221> UNSURE 
<222> (70) 

<223> Xaa is Met jbr Thr 
<400> 5 

Asn Phe Gly Arc/ Leu His Cys Thr Thr Ala Val lie Arg Asn lie Asn 
1 / ■ 5 10 15 

Asp Gin Val ^eu Phe Val Asp Lys Arg Gin Pro Val Phe Glu Asp Met 
20 25 30 

Thr Asp IJ^e Asp Gin Ser Ala Ser Glu Pro Gin Thr Arg Leu lie lie 
$5 40 45 

Tyr Met /Tyr Lys Asp Ser Glu Val Arg Gly Leu Ala Val Thr Leu Ser 
50/ 55 60 

Val Lys Asp Ser Lys Xaa Ser Thr Leu Ser Cys Lys Asn Lys lie lie 
65 / 70 ( 75 80 

Ser /Phe Glu Glu Met Asp Pro Pro Glu Asn lie Asp Asp lie Gin Ser 
85 90 95 



-3 



Asp Leu lie- Phe Phe Gin Lys Arg Val Pro Gly His Asn Lys Met/Glu 
100 105 110 / 



PKe "Glu- Ser Ser • Leu- Tyr -Glu- 
115 



Gly .His Phe Leu_Ala Cys Gin /Lys Glu 
120 125 



Asp Asp Ala Phe Lys * Leu lie 
130 135 



Leu Lys Lys Lys Asp Glu £fen Gly Asp 
140 



Lys Ser Val Met Phe Thr Leu 
145 150 



Thr Asn Leu His Gin $er 
155 



<210> 6 
<211> 192 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PROPEP 
<222> (-35).. . . (-1) 

<220> 

<221> CHAIN 
<222> (1) . . .'(157) 

<220> 

<22 1> , UNSURE 
<222> (-70) 

<223> Xaa is Met or Thr, 



<400> 6 
Met Ala Ala Met .Ser Glu Asp 
-35 ■ /-30 



Ser Cys 



Val Asn Phe 
-25 * 



Lys Glu Met Met 
-20 



Phe lie Asp Asn Thr 
-15 

t Glu Ser Asp Asn Phe 
f \ ■ 

Asn lie Asn /Asp Gin 
15 

Glu Asp Me't Thr Asp 
30 




Leu Tyr Phe lie 
Gly Arg 



Val Leu 
20 

lie Asp 
35 



Leu His 
5 

Phe Val 



Gin Ser 



Leu Ile/Ile Tyr- Met 
50 

Thr Le'u Ser Val Lys 

65 . 



Tyr Lys Asp Ser 
Asp Ser 



Lys /lie lie Ser Phe Glu Glu 
80 

Iljfe Gin Ser Asp Leu lie Phe 

95 100 



Lys Xaa 
70 

Met Asp 
85 

Phe Gin 



Pro Glu Glu 
-10 

Cys Thr Thr 



Asp Lys Arg 
25 

Ala Ser Glu 
40 

Glu Val Arg 
55 

Ser Thr Leu 



Pro Pro Glu 



Lys Arg Val 
105 



Asn Gly Asp Leu 
-5 

Ala Val lie Arg 
Gin Pro Val Phe 



Pro Gin Thr Arg 
45 

Gly Leu Ala Val 
60 

Ser Cys Lys Asn 
75 

Asn lie Asp Asp 
90 

Pro Gly His Asn 



-4- 



Lys Met Glu Phe Glu Ser Ser Leu Tyr Glu Gly His Phe Leu Ala Cys 
110 115 120 125 

Gin Lys Glu Asp Asp- Ala Phe Lys Leu lie . Leu Lys _Lys Lys Asp Glu 
•• 130 135 " " ' 14 0 

Asn Gly Asp Lys Ser Val Met Phe Thr Leu Thr Asn Leu His Gin Ser 
, 145 150 155 

<210> 7 
<211> 582 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> (1) . 



(582) 



<220> 

<221> mat peptide 
<222> (109) . . . (579) 



<220> 

<221> UNSURE 
<222> (325) . . . (327) 
<223> Xaa is lie or Thr 

<400> 7 

atg get get gaa cca gta/gaa gac aat tgc ate aac ttt gtg gca atg 

Met Ala Ala Glu Pro Va'l Glu Asp Asn Cys He Asn Phe Val Ala Met 
-35 / -30 -25 




48 



aaa ttt att gac aa^t acg ctt tac ttt ata get gaa gat gat gaa aac 96 

Lys Phe lie Asp #sn Thr Leu Tyr Phe He Ala Glu Asp Asp Glu Asn 
-20 / -15 ' -10 -5 

ctg gaa tea cfat tac ttt ggc aag ctt gaa tct aaa tta tea gtc ata 144 

Leu Glu Ser/Asp Tyr Phe Gly Lys Leu Glu Ser Lys Leu Ser Val lie 

1 5 10 



aga aat /ttg aat gac caa gtt etc ttc att gac caa gga aat egg- cct 192 

Arg Asji Leu Asn Asp Gin Val Leu Phe He Asp Gin. Gly Asn Arg Pro 

15 20 25 

eta /ttt gaa gat atg act gat tct gac tgt aga gat aat gca ccc egg 240 

Leu/ Phe Glu Asp Met Thr Asp Ser Asp Cys Arg Asp Asn Ala Pro Arg 
/ 30 35 40 

acc ata ttt att ata agt atg tat aaa gat age cag cct aga ggt atg 288 

Thr He Phe lie He Ser Met Tyr Lys Asp Ser Glri Pro Arg Gly Met 
j 4 5 50 55 60 

get gta act ate tct gtg aag tgt gag aaa att tea ayt etc tec tgt 336 

Ala Val Thr He Ser Val Lys Cys Glu Lys He Ser Xaa Leu Ser Cys 
65 70 75 



gag aac aaa att att tec ttt aag gaa atg aat cct cct gat aac ate 384 
Glu Asn Lys lie He Ser Phe Lys Glu Met Asn Pro Pro Asp Asn He 



-5- 



80 



85 



90 



aag gat aca aaa agt gac atc'ata 'ttc ttt cag aga agt gtc cca gga/332 

Uys^Asp" Thr L-ys~ Ser Asp- -lie -lie- Phe Phe Gin. Arg. r Ser Val Pro GXy 
95 100 105 

cat gat aat aag atg caa ttt gaa tct tea tea tac gaa gga tac ttt 480 

His Asp Asn Lys Met Gin Phe Glu Ser Ser Ser Tyr Glu Gly^Tyr Phe 
110 115 120 

eta get tgt gaa aaa gag aga gac ctt ttt aaa etc at'£ ttg aaa aaa 528 

Leu Ala Cys Glu Lys Glu Arg Asp Leu Phe Lys Leu /He . Leu Lys Lys 

125 130 135 / 140 

gag gat gaa ttg ggg gat aga tct ata atg tta act gtt caa aac gaa 57 6 

Glu Asp Glu Leu Gly Asp Arg Ser He Met PKe Thr Val Gin Asn Glu - 
145 150/ 155 



gac tag 
Asp 



582 



<210> 8 
<211> 27 
<212> DNA 

<213> Artificial sequence 



<220> 

<223> Designed oligonucleotide as a sense primer _ for PCR to amplify ai 
DNA fragment containing/ a coding sequence for a part of propeptide 
sequence of human IL-M3 precursor 



<400> 8 / 
agagatctgc tgctgaacca gtagaag 



27 



<210> 9 
<211> 45 
<212> DNA 

<213> Artificial sequence 



<220> J 

<223> Designed oligonucleotide as an antisense primer for PCR to amplify 
a DNA fragment containing a coding sequence for a part of propeptide 



sequence ox" human IL-18 precursor 



<400> 9 / 

tcaagctt'ag tgatggtgat ggtgatgatc tgattccagg ttttc 



45 



<210> _ 
<211> ,49 
<212>/dNA 
<213>/ Artificial 



sequence 



<220f 

<223f> Designed oligonucleotide as a sense primer for PCR to amplify a 
DNA /fragment containing a coding sequence for human IL-18 precursor 



<400> 10 

ggtegggate tgtacgacga tgacgataag atggctgctg aaccagtag 



49 



-6- 



<210> 11 
<211> 30 
<212> DNA " • 

<213> Artificial sequence 



<220> 

<223> Designed oligonucleotide as an antisense primer for PCR to amplify 
a DNA fragment containing a coding sequence for human IL-18 precursor 

<400> 11 

tgctcgagtt ' agtcttcgtt ttgaacagtg 30 

<210> 12 - . 

<211> 47 
<212> DNA 

<213> Artificial sequence 
<220> 

<223> Designed oligonucleotide as a sense primer for J >CR to__ ampl-i-fy— a 

DNA fragment containing a coding sequence for human~^IL- 18 precursor 

<400> 12 ^^^^ 




<223> Xaa is Met or Thr 



<400> 13 

atg get gec atg tea gaa gac tct tgc gtc aac ttc aag gaa atg atg 48 

Met Ala Ala Met Ser Glu Asp Ser Cys Val Asn Phe Lys Glu Met Met 
-35 -30 -25 -20 



ttt att gac aac acg ctt' tac ttt ata cct gaa gaa aat gga gac ctg 
Phe lie Asp Asn Thr Leu Tyr Phe lie Pro Glu Glu Asn Gly Asp Leu 



-15 -10 -5 



96 



gaa tea gac aac ttt ggc cga ctt cac tgt aca acc gca gta ata egg 144 
Glu Ser Asp Asn Phe Gly Arg Leu His Cys Thr Thr Ala Val lie Arg 
1 '5 10 



aat ata aat gac caa gtt etc ttc gtt gac aaa aga cag cct gtg ttc 192 
Asn lie Asn Asp Gin Val Leu Phe Val Asp Lys Arg Gin Pro Val Phe 



15 20 ' 25 



gag gat atg act " gat att gat caa -■ agt gee agt gaa ccc cag acc a^a 24 0 

Glu Asp Met Thr Asp lie Asp Gin Ser_ Ala.. Ser Glu Pro Gin Thr/Arg 

30 35 40 ' / 4 5 

ctg ata ata tac atg tac aaa gac agt gaa gta aga gga_^3*Tg get gtg 288, 

Leu lie lie Tyr Met Tyr Lys Asp Ser Glu Val Ara^fy^Leu Ala Val 

50 * 55 60 

acc etc tct gtg aag gat agt aaa ayg tot/acc etc tec tgt aag aac 336 

Thr Leu Ser Val Lys Asp Ser Lys Xaa Sex Thr Leu Ser Cys Lys Asn 
65 7(K 75 



aag ate att tec ttt gag gaa atg gat cca cct gaa aat att gat gat 38 4 
Lys lie lie Ser Phe Glu Glu/tflet Asp Pro Pro Glu Asn lie Asp Asp 



80 




85 



90 



ata caa agt gat etc at?a ttc ttt cag aaa cgt gtt cca gga cac aac 432 
lie Gin Ser Asp Leu /lie Phe Phe Gin Lys Arg Val Pro Gly His Asn 
95 / 100 105 



aag atg gag ttt/ gaa tct tea ctg tat gaa gga cac ttt ctt get tgc 480 
Lys Met Glu Pfrfe Glu Ser Ser Leu Tyr Glu Gly His Phe Leu Ala Cys 
110 / 115 120 - 125 



caa aag gaa gat gat get ttc aaa etc -att ctg aaa aaa aag gat gaa 528 

Gin Lys <^fu ^sp Asp Ala Phe Lys Leu lie Leu Lys Lys Lys Asp Glu 

130 135 . 140 

g gat aaa tct gta atg ttc act etc act aac tta cat caa agt 576 

y Asp Lys Ser Val Met Phe Thr Leu Thr Asn Leu His Gin Ser 

145 150. 155 

579 




